P300
DNase ChIP-seq samples. The boxes represent the first and third quartiles, the horizontal lines indicate the median RPKM values and the whiskers indicate the 10 th to 90 th percentile ranges. Paired t-test, * significant at P < 0.05, ** at P < 0.01, *** at P < 0.001, **** at P < 0.0001. (C) Read distribution plots of H3K27ac and P300
ChIP-seq and DNase-seq (DNase I) data in MCF-7 and Ishikawa cell lines upon vehicle treatment relative to the ERα SE constituents in 2-kb frames in the same order as introduced in Figure 2A . Histograms showing the frequency (#) of motifs depending on their score. The total number of motifs was divided with the given cluster size. Red, blue and purple lines represent Ishikawa-specific, MCF-7-specific and common ERα peaks, respectively. Dashed lines indicate the score threshold used for the motif strength analysis shown in Figure 2D , and arrows show motif enrichments specific to a cluster. A   FOXA1  FOXA2  FOXA3  FOXB1  FOXB2  FOXC1  FOXC2  FOXD1  FOXD2  FOXD3  FOXD4  FOXD4L1  FOXD4L3  FOXD4L4  FOXD4L5  FOXD4L6  FOXE1  FOXE3  FOXF1  FOXF2  FOXG1  FOXH1  FOXI1  FOXI2  FOXI3   ESR1  FOXA1  FOXM1  TFAP2C  TCF12  TCF3  TCF4  TEAD4  TEAD1  TEAD2  TEAD3  SIX1  SIX2  SIX3  SIX4  SIX5  SIX6   FOXJ1  FOXJ2  FOXJ3  FOXK1  FOXK2  FOXL1  FOXL2  FOXM1  FOXN1  FOXN2  FOXN3  FOXN4  FOXO1  FOXO3  FOXO3B  FOXO4  FOXP1  FOXP2  FOXP3  FOXP4  FOXQ1  FOXR1  FOXR2  FOXS1 Gene expression 
MCF-7
Common Ishikawa depending on which cell type expressed it to a greater extent (as defined on Figure 6 A, B and C). 
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